k obs = k max * [2-MeImpX] / (K d + [2-MeImpX])
Supporting Tables
Supporting Table 1 : Distribution of Products shown in Figure 4 1a. 1b.
Supporting Table 1 : Sequencing analysis data of experiment depicted in Fig. 4 . Values represent percentage of products obtained in the primer extension reaction.
Supporting Table 2: Distribution of Products shown in Figure 5
Supporting 
Sequence analysis
The following Python script processes the FASTQ output files from the Illumina sequencing and generates an output file containing all primer extension sequences and their corresponding read counts. 
